Behavioral variant frontotemporal dementia (bvFTD) is the most prevalent form of FTD syndromes. bvFTD is characterized clinically by changes in behavior and cognition and pathologically by focal brain atrophy and concomitant loss of lipids. bvFTD is further characterized by eating abnormalities that result in dyslipidemia. Although dyslipidemia is apparent in bvFTD, very little is known about global lipid changes in bvFTD and lipid dysregulation underlying bvFTD. Here, we undertook a comprehensive lipidomics analysis of blood plasma from patients with bvFTD, patients with Alzheimer's disease (AD) and controls, using liquid chromatography-tandem mass spectrometry, with the aim of understanding lipid dysregulation in bvFTD. In our analysis, we detected all four major classes of lipids (glycerolipids, phospholipids, sphingolipids, sterols), 17 subclasses of lipids, and 3,225 putative individual lipid species in total, as well as a group of dietary lipids. We found that the levels of numerous lipid species were significantly altered in bvFTD compared to AD and control. We found that the total abundance of triglyceride (TG) increased significantly in bvFTD, whereas phosphatidylserine and phosphatidylglycerol decreased significantly in bvFTD. These results suggest manifestation of hypertriglyceridemia and hypoalphalipoproteinemia in bvFTD. We also identified five lipid molecules-TG (16:0/16:0/16:0), diglyceride (18:1/22:0), phosphatidylcholine (32:0), phosphatidylserine (41:5), and sphingomyelin (36:4)-that could potentially be used for developing biomarkers for bvFTD. Furthermore, an analysis of plant lipids revealed significant decreases in monogalactosyldiacylglycerol and sitosteryl ester in bvFTD, indicating altered eating behavior in bvFTD. This study represents the first lipidomics analysis of bvFTD and has provided new insights into an unrecognized perturbed pathology in bvFTD, providing evidence in support of considerable lipid dysregulation in bvFTD.
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Keywords: frontotemporal dementia, lipids, dyslipidemia, lipidomics, alzheimer's disease, biomarker, hypertriglyceridemia inTrODUcTiOn Frontotemporal dementia syndromes are a common cause of early onset (<65 years of age) dementia (1) . These syndromes are characterized by dramatic changes in personality, language, behavior, and social conduct. The most prevalent syndrome is behavioral variant frontotemporal dementia (bvFTD) (2) ; less prevalent are a number of primary progressive aphasias (3) . bvFTD patients are commonly misdiagnosed as Alzheimer's disease (AD) because of overlap in clinical presentations, although the regions of the brain affected and the types of underlying cellular pathologies differ in the two disorders. Recent advances in the genetics of frontotemporal dementia syndromes have identified aberration in three key genes, C9ORF72 (4, 5) , progranulin (6) , and tau (7) . A genetic biomarker for the C9ORF72 gene expansion has been developed, and genetic screening of bvFTD for this expansion is now commonly performed at an early stage of diagnosis. Increasing effort is being made to develop blood biomarkers based on gene products of progranulin and tau with the aim of differentiating the underlying brain proteinopathies in bvFTD, as well as for target validation in clinical trials (8, 9) .
One aspect of the neuropathology of bvFTD that has not been exploited in the development of selective biomarkers are the changes in lipids. In contrast to AD, there is considerable early loss of significant amounts of brain tissue in all frontotemporal dementia syndromes with concomitant loss of lipids (10) (11) (12) (13) . Lipids are a major constituent of brain tissue, making up 39.6% of gray matter and 64.6% of white matter (14) . Another aspect of the neuropathology of bvFTD that contributes toward altered lipid status is the behavioral changes that impact on diet and eating behaviors. Key features of bvFTD are excessive or binge eating, increased consumption of sweet foods (sugar) and alcohol, and increased body mass index (BMI) (15) (16) (17) . In a recent study, blood lipid analyses showed increased levels of triglyceride (TG) and decreased levels of HDL-cholesterol in a cohort of bvFTD compared to controls, indicative of lipid metabolic abnormality (18) . Apart from total TG and total cholesterol, no other lipids have been measured in these syndromes; no individual lipid species have been measured.
Here, we undertook a comprehensive analysis of global plasma lipid levels in bvFTD compared with AD and controls using untargeted lipidomics technology. Lipidomics, based on HPLC and mass spectrometry, allows detection and quantification of individual molecular species of a broad range of lipids. It has been extensively used in biomedical research and has provided invaluable data in understanding the pathogenesis of a number of diseases. Lipidomics has also provided the scope for use in disease classification and biomarker development. Thus far, no lipidomics analysis has been reported for bvFTD. The primary aim of our study was to generate profiles of lipids present in blood plasma from patients with bvFTD and to determine any changes compared to patients with AD and controls without neurological or psychiatric disorders. The secondary aim was to identify individual lipid species that could be used in follow-up studies to develop potential biomarkers to objectively distinguish bvFTD patients from AD patients and controls.
MaTerials anD MeThODs chemicals and Materials
Lipids were extracted using chloroform, methanol, and isopropanol (Sigma Aldrich, St. Louis, MO, USA) and ultrapure water (Millipore). All solvents used were HPLC grade or higher.
Glass pipettes and tubes were used wherever possible, and the use of plasticware was minimized during lipid extraction to avoid contamination of samples. Glass tubes and glass transfer pipettes were purchased from Sigma and vWR. Lipid internal standards (ISTDs) were purchased from Avanti Polar Lipids Inc. (Alabaster, AL, USA). These include phosphatidylcholine (PC, 19:0), sphingomyelin (SM, 12:0), phosphatidylethanolamine (PE, 17:0), phosphatidylglycerol (PG, 17:0), phosphatidylserine (PS, 17:0), phosphatidic acid (PA, 17:0), ceramide (Cer, d18:1, 12:0), diglyceride (DG, 1,3 18:0 d5), cholesteryl ester (ChE, 19:0), monoglyceride (MG, 17:0), TG mix d5 (Avanti Code LM-6000), DG mix d5 (Avanti Code LM-6001), phosphatidylinositol (PI, 17:0 14:1), C12 GluCer, C12 sulfatide, C17 Cer, C17 sphingosine (So), C17 S1P, C12 C1P, D3 C20 fatty acid, and C12 LacCer. Lipid ISTDs were prepared as a mixture at 10 pmol/μl in methyl-tert butyl ether and methanol (MTBE:methanol, 1:1 v/v).
Patient Blood collection
Patients with bvFTD (M/F, 11/5), patients with AD (M/F, 8/6) and healthy controls (M/F, 8/14) were included in the study. The mean age of these three groups were 65.0 ± 6.5, 70.9 ± 5.7, and 73.7 ± 5.4 years, respectively. They were recruited from FRONTIER, the frontotemporal dementia clinical research group at Neuroscience Research Australia, Sydney. All patients underwent a comprehensive neurologic and cognitive assessment and their clinical status established as previously described (18) , and they met their respective current clinical diagnostic criteria (16, 19) . The controls were recruited from a panel of healthy study volunteers (18) and had no neurological (i.e., no evidence of cognitive impairment) or psychiatric disorders or family histories of such disorders. Fasted blood was collected, and plasma was prepared by centrifugation at 3,500 rpm for 10 min at 4°C, which was then aliquoted and stored at −80°C until use. This study was approved by the University of New South Wales human ethics committee (approval number: HC12573), and the blood was obtained following written informed consent from the participant and/or primary carer.
lipid extraction
Plasma was thawed on ice prior to extraction. An aliquot of 80 µl of plasma was mixed with 10 µl of the internal standard in a glass tube. Lipid extraction was based on the method by Bligh and Dyer (20) . Briefly, methanol (600 µl), chloroform (1,000 µl), and ultrapure water (500 µl) were added sequentially and vortexed each time. Samples were then centrifuged at 3,000 rpm for 25 min at room temperature. The lower (solvent) phase was collected and transferred into a new glass tube using a glass Pasteur pipette. Chloroform (600 µl) was added, vortexed, and centrifuged at 3,000 rpm for 25 min. The lower phase was collected and transferred into a new glass tube and dried under nitrogen gas. The dried lipid samples were reconstituted in 100 µl of isopropanol/ methanol (1:1).
lc-Ms/Ms Protocol
Lipid extract (10 µl) was analyzed using a Q-Exactive Plus Mass Spectrometer coupled to a U3000 UPLC system (ThermoFisher Scientific). Chromatography was performed at 60°C on a Waters (21) . Briefly, a 30-min gradient running from 30 to 100% of solvent B was performed, eluting lipids in order of hydrophobicity. Column eluate was directed into the electrospray ionization (ESI) source of the mass spectrometer where a HESI probe was employed. Source parameters were broadly optimized on a range of lipid standards prior to the analysis. The mass spectrometer was run in data-dependent acquisition mode. A survey scan over the mass range 200-1,200 at resolution 70 K was followed by 10 data dependent MS/MS scans on the most intense ions in the survey at 15 K resolution. Dynamic exclusion was used to improve the number of ions targeted. Cycle time was approximately 1 s. Samples were run in both positive and negative polarities. The samples were run in a random order (generated using Microsoft Excel). This is important to avoid batch effects/changing instrument performance effects. Data were analyzed in LipidSearch software 4.1.16. Data were searched against the standard Lipidsearch database with all common mammalian lipid classes included. The search results were then grouped according to sample type and aligned for differential analysis. Aligned data (containing lipid identity, retention time, peak area, etc.) were exported to Excel software. Relative abundance of lipids was obtained from peak areas normalized to ISTDs. Individual species that were significantly altered in bvFTD and AD compared to control were presented as fold changes on linear scale. Fold changes were calculated by dividing disease abundance by control abundance and then subtracting by 1; zero, therefore, represents no change. Increased species are represented by red symbols above the zero line (e.g., 0.5 = 50% increase) and decreased species are represented by blue symbols below the zero line (e.g., −0.5 = 50% decrease).
statistics
Statistical analyses were performed using SPSS Statistics software (IBM, Chicago, IL, USA). Multivariate analyses (general linear model) covarying for age and gender were used to determine differences in lipid levels in the control, bvFTD, and AD clinical groups with post hoc statistical significance set at p < 0.05. Pearson correlations were used to determine if changes in the level of a lipid were associated with all other lipids with statistical significance set at p < 0.05.
resUlTs a global analysis of bvFTD Plasma lipids
Behavioral variant frontotemporal dementia is characterized by brain atrophy and concomitant loss of lipids. bvFTD is further characterized by eating abnormalities and changes to BMI and metabolism. However, very little is known about changes in the level and distribution of blood lipids in bvFTD. Here, we undertook a comprehensive lipidomics analysis of blood plasma from patients with bvFTD, AD, and controls without dementia with the potential aim of developing lipid biomarkers for bvFTD. We measured all major classes of lipids using liquid chromatographytandem mass spectrometry. The total relative abundance (normalized to ISTDs) of each lipid class in each cohort is shown in Table 1 . Changes to lipid levels in bvFTD and AD were analyzed using a single statistical approach-multivariate tests covarying for age and gender, and each lipid class is described in detail below. Both age (p = 0.368) and gender (p = 0.176) had no significant effect on lipid levels. The number of species identified in each lipid class is also shown in Table 1 and described in detail below. We also identified individual lipid species that could potentially be used for developing biomarkers for bvFTD that differentiate them from both AD patients and controls, and these are also described in detail below.
analysis of glycerolipids
Glycerolipid is a class of lipids that account for a high proportion of total lipids in plasma. Structurally glycerolipids contain a glycerol backbone linked to one, two, or three fatty acid chains. The main subclass of glycerolipids in plasma is TG also called triacylglycerol. TG is normally transported in the blood as a constituent of lipoproteins. The two other subclasses in this class are precursors of TG; they are DG and MG. Both are also present in lipoproteins. We analyzed all three subclasses in our cohorts and as expected TG was the most abundant of the three subclasses ( Table 1) . TG also had the highest number of lipid species with 1,115 species identified ( Table 1) . TG was significantly increased in bvFTD compared to control (Figure 1 ). There was a nonsignificant increase (p = 0.084) in DG in bvFTD compared to control with no significant change in MG.
An analysis of each individual species showed that 97 TG species were significantly increased in bvFTD compared to control ( Figure 2A ; Table 2 ), whereas only 10 TG species were significantly increased in AD compared to control ( Figure 2B ; Table 2 ). There were also TG species that decreased significantly in bvFTD, but fewer in number than those that increased significantly ( Figure 2A ; Table 2 ). A few of the species overlapped between bvFTD and AD. Furthermore, the mean fold change of these species that increased significantly in bvFTD was 0.84, whereas the mean fold change of these species that decreased significantly in FTD was only 0.39. We identified two glycerolipid species that could be potentially used for developing biomarkers for differentiating bvFTD from AD and controls (Table 3) . One is a TG species (CalcMz = 824.77) with 16 carbons in each of the three fatty acid chains, and the other is a DG species (CalcMz = 696.65) with 18 and 22 carbons in each of the two fatty acid chains.
analysis of Phospholipids
The next class of lipids we investigated was phospholipids. Phospholipids are a major component of all cell membranes. In blood plasma, phospholipids are a major component of all lipoprotein membranes. A typical phospholipid molecule consists of a hydrophilic phosphate head and two lipophilic (hydrophobic) fatty acid chains. Their amphiphilic (both hydrophilic and lipophilic) property allows them to form lipid bilayers in the case of cell membranes and lipid monolayers in the case of lipoprotein membranes. The phosphate group is usually modified with simple organic molecules giving rise to different subclasses. The six major subclasses are PC, PS, PE, PI, PG, and PA. An analysis of total abundance of this class showed that PC was by far the most abundant subclass, followed by PS, PE, PG, PA, and PI ( Table 1) .
There was a significant decrease in PS compared to both control and AD (Figure 1) . PG was also significantly decreased in bvFTD compared to control only (Figure 1 ). There were no significant changes in any of other subclasses with a non-significant decrease (p = 0.092) in PC in bvFTD compared to control ( Table 1 ). We also analyzed the level of individual species and have found that 18 PS species were significantly decreased in bvFTD ( Figure 3A ; Table 4 ). In contrast, only one PS species was significantly decreased in AD ( Figure 3B ; Table 4 ). None of the species overlapped between bvFTD and AD. Likewise, five PG species were significantly decreased in bvFTD and only one was significantly decreased in AD. Similarly, 87 PC species were significantly decreased in bvFTD and only 11 were significantly decreased in AD. We have identified one PS and one PC species that could be potentially used for developing biomarkers for bvFTD ( Table 3) .
analysis of sphingolipids
Sphingolipids (also called glycosylceramides) are a class of lipids containing a backbone of So. A basic form of sphingolipid is Cer, which is a precursor to many other sphingolipids, including glucosylceramide and SM. They are a major component of cell membranes and play a role in cell signaling. In blood plasma, they are associated with lipoproteins. The major subclasses identified in our lipidomics analysis were Cer, monoglycosylceramide (CerG1), ceramide phosphate (CerP), SM, So, and sphingosine phosphate (SoP). There were no significant changes in the total abundance of any of the sphingolipid subclasses in bvFTD compared to control ( Table 1) . However, we have identified one SM species that was significantly increased in bvFTD compared to control and AD. This species could potentially serve as a biomarker for bvFTD ( Table 3) .
analysis of sterols
Cholesterol is the most abundant sterol in plasma. Two sterols were identified in our lipidomics analysis, ChE and zymosteryl ester (ZyE). ChE is composed of a cholesterol molecule with a single fatty acid chain. ChE is the storage form of cholesterol, and in blood plasma, the majority of cholesterol transported by lipoproteins are in this form. ZyE is derived from zymosterol, which is an intermediate in cholesterol biosynthesis. In terms of total abundance, there were no significant changes in either ChE or ZyE in bvFTD compared to control ( Table 1) . We have identified 44 ChE and 22 ZyE species in this lipid class (Table 1) ; however, none of them were significantly altered (i.e., p < 0.005) to be considered as a potential biomarker.
analysis of Dietary (Plant) lipids
In our lipidomics analysis, we have identified a number of dietary lipids. These were monogalactosyldiacylglycerol (MGDG), stigmasteryl ester (StE), sitosteryl ester (SiE), and wax ester (WE). These lipids are normally derived from food matter originating from plants or marine creatures. The plant lipids (MGDG, StE, and SiE) are not synthesized in humans but are derived entirely from diet. MGDG is a component of the thylakoid membrane of plant chloroplasts and as such it is one of the most abundant lipids in nature. It is consumed by humans as a part of vegetable diet. SiE is a major dietary plant sterol (also called phytosterol).
It is found in vegetable oils, nuts, and vegetables. StE is also a phytosterol and is found in vegetables, legumes, nuts, seeds, and a number of medicinal herbs. WE is commonly found in arthropods (e.g., shrimps), shellfish, certain fish species, as well as in whole grain cereals, seeds, and nuts. The total abundance of MGDG was significantly decreased in bvFTD compared to controls and AD (Figure 1) . Likewise, the total abundance of SiE was significantly decreased in bvFTD compared to controls (Figure 1) . SiE was also significantly decreased in AD compared to control (Figure 1) . The total abundances of StE and WE were unaltered in both bvFTD and AD ( Table 1) .
correlations
Pearson correlation was used to test for any association between lipids. TG was positively correlated with its two precursors DG (r = 0.844, p = 3.8 × 10 −15 ) and MG (r = 0.611, p = 1 × 10 −6 ) as expected, positively validating our lipidomics data. TG was negatively correlated with ChE (r = −0.405, p = 0.003) and ZyE (r = −0.501, p = 0.0002). All six subclasses of the phospholipid class correlated strongly with each other (all six). For example, the correlation between PC and PE was r = 0.783, p = 6.8 × 10 −12 , and between PS and PI was r = 0.719, p = 1.9 × 10 −9 . The correlation among phospholipid subclasses is expected to be positive since their distribution in lipoprotein membranes is normally constant. All phospholipids correlated positively with sphingolipids Cer, SM, and So, which are also components of lipoprotein membranes. PC was the only phospholipid that correlated with ChE (r = 0.441, p = 0.001). All sphingolipids correlated positively with each other as expected. For example, the correlation between Cer and SM was r = 0.654, p = 1.5 × 10 −7 , and between SM and So was r = 0.685, p = 2.2 × 10 −8 . SM was positively correlated with ChE (r = 0.516, p = 9.1 × 10 −5 ). ChE was strongly correlated with its precursor ZyE (r = 0.813, p = 2.5 × 10 −13 ) as expected, once again positively validating our lipidomics data. Of interest, the plant lipid MGDG correlated positively with all the phospholipids, in particular PS (r = 0.669, p = 5.9 × 10 −8 ) and PI (r = 0.697, p = 9.7 × 10 −9 ). Also of interest, all of the esters (ChE, ZyE, StE, SiE, and WE) correlated positively with each other. For example, the correlation between ChE and WE was r = 0.844, p = 3.9 × 10 −15 .
DiscUssiOn
Lipidomics has been increasingly used to study lipid dysfunction and has provided invaluable data in understanding disease pathogenesis of a number of diseases. One clear and consistent finding from all studies is the vast array and complexity of lipid species present in human plasma. This has provided the scope to utilize lipidomics in disease classification and biomarker development. As of present, lipidomics of bvFTD has not been reported. Our study therefore represents the first lipidomics analysis of blood samples of patients with bvFTD. Our aim was to establish a differentiating plasma lipid profile for bvFTD and to uncover changes in lipid levels associated with this disease. Identification of altered lipid species in bvFTD would allow development of a potential objective biomarker for bvFTD. Furthermore, analysis of lipid changes in bvFTD would facilitate our understanding of the metabolic changes that are evident in bvFTD patients and of the lipid loss that is directly associated with neurodegeneration. The first class of lipids we analyzed was glycerolipids; subclasses TG, DG, and MG. Emerging evidence indicates that hypertriglyceridemia is a characteristic of bvFTD, and a recent measurement of TG in bvFTD (by an indirect enzymatic method) showed that it was significantly increased (based on our statistical analysis) compared to controls (18) . Consistent with this, we have shown that TG was significantly increased in bvFTD. There are a number of factors that can contribute toward hypertriglyceridemia and these include uncontrolled diabetes mellitus, obesity, sedentary lifestyle, and genetic determinants. We know that bvFTD patients have eating disorder, i.e., binge eating and increased intake of sweet foods (15, 22) , and this is likely to have contributed toward hypertriglyceridemia. This is supported by the fact that bvFTD patients have significantly higher blood insulin levels compared to healthy controls (23) . Elevated TG levels, as well as DG and MG levels, and elevated insulin levels suggest a state of insulin resistance. Diets high in refined carbohydrates (sugar) are known to increase TG levels. This correlation is stronger for those with high BMI (≥ 28) (24) . The average BMI for bvFTD is 29.65 (17) , and therefore, bvFTD patients have a higher risk of developing carbohydrate-induced hypertriglyceridemia. It is interesting to note that heavy alcohol consumption can also induce hypertriglyceridemia (25, 26) ; increased alcohol consumption is also a characteristic of bvFTD. Unabated hypertriglyceridemia, accompanied by low HDL-cholesterol, would increase the risk of coronary heart disease. There is also evidence that hypertriglyceridemia with low HDL-cholesterol is associated with an increased risk of developing mild cognitive impairment (27, 28) . Further research is required to understand the relationship between hypertriglyceridemia, bvFTD, and cognitive impairment.
Previous lipidomics analyses (not in bvFTD) showed that a considerable number of TG and DG species were closely associated with dyslipidemia, and TG 50:2, 52:2, 52:3, and 52:4 were the most abundant species (29) . In a twin study, consisting of 14 pairs of young-adult monozygotic twins discordant for obesity, several TG species correlated significantly with BMI and subcutaneous fat measurement (30) . A prominent TG that was identified from the study was TG 56:4 with the suggestion that this species may serve as a potential biomarker for the detection of acquired obesity. In our lipidomics analysis, TG 56:4 was the second most significantly increased TG species with a p value of 0.0006.
Phospholipids are abundant in blood plasma as a major component of lipoprotein membranes. We have identified six subclasses of phospholipids. Our data showed significant decreases (based on our statistical analysis) in the total abundance of PS and PG in bvFTD compared to control and an overall non-significant trend for a decrease in other phospholipids in bvFTD. The total abundance of PS was also significantly decreased in bvFTD compared to AD; PS was the only lipid subclass in all non-plant lipid subclasses measured that was significantly altered in bvFTD compared to both control and AD. A body of evidence suggests that decreases in PS level in the brain could be associated with cognitive decline (31, 32) . As a major component of neuronal membrane and myelin, PS is essential for their formation and maintenance (33, 34) . Studies with old rats have shown that oral intake of PS increased neurotransmission signals (35) (36) (37) and improved learning and memory (38) (39) (40) . PS is absorbed into the bloodstream following ingestion and readily crosses the bloodbrain barrier (41, 42) .
A comparison of individual species showed numerous PS, PG, and PC species that were significantly decreased in bvFTD. In contrast, very few species were altered in AD. PC is the most abundant phospholipid in all lipoproteins, especially in HDL. As expected, it was by far the most abundant phospholipid in our plasma samples. Furthermore, the PC subclass contained by far the most number of putative species (i.e., 1,062). Its abundance and structural diversity suggest critical involvement in physiological processes. In fact, PC has an important and unique function, in that it is the only phospholipid which is currently known to be required for lipoprotein assembly and secretion (43) . An interesting observation from our study was that reduced levels of phospholipids in bvFTD (indicating reduced numbers of HDL) corroborates the previous finding that HDL-cholesterol is reduced in bvFTD (18) . In support, there was a positive correlation between PC and ChE. These results when put together suggest an increased risk of hypoalphalipoproteinemia in bvFTD. The levels of sphingolipids were largely unaltered in bvFTD and AD cohorts. A previous study reported elevated plasma levels in AD, although these changes were observed in early AD or mild cognitive impairment (44) . Earlier lipidomics analyses of healthy controls have identified >200 sphingolipid species (45, 46) ; we have identified 329 sphingolipids species with 229 SM species alone. The overall levels of ChE (as well as ZyE) were unaltered in bvFTD or AD. This result was in accordance with a previous study, in which total cholesterol (measured by an enzymatic colorimetric assay), was unaltered in bvFTD (18) .
In our lipidomics analysis, we also identified three groups of dietary lipids (MGDG, StE, and SiE) originating from plants. These lipids are not synthesized in humans but are derived entirely from diet, and therefore, they can be used as indicators of what food people ate. Both MGDG and SiE were significantly decreased in bvFTD (both unchanged in AD). This suggests that the patients with bvFTD consume reduced amounts of plant matter (i.e., vegetables and fruits) compared to controls. Another plant sterol, StE, was unaltered in bvFTD. The level of WE (e.g., shrimps and shellfish) was also unaltered in bvFTD. Therefore, the consumption of only certain food categories is altered in bvFTD.
A number of protocols/strategies have been developed for lipidomics of human plasma (47), and we have used one of the most common and efficient strategies-a single phase extraction method followed by liquid chromatography, ESI, and tandem mass spectrometry. This strategy allows the accurate measurement of literally hundreds, if not thousands, of different lipid species in a single biological sample. A watershed for lipidomics has been the development of ESI in mass spectrometry. ESI is a technique to generate ions from molecules. The advantage of ESI over other techniques is that very little fragmentation of molecules occurs during the ionization process, although this is still a limitation. The structural diversity is particularly apparent with TG and PC, for which we have identified 1,115 and 1,062 distinct molecular species, respectively. Recent improvements in mass spectrometry in lipids have allowed detection and quantification of individual molecular species. To determine the efficiency of recovery of lipids, our plasma samples were spiked with a number of ISTDs of known quantity. All ISTDs achieved expected high recovery rates, i.e., >98%. This indicated that the extraction method, based on the method of Bligh and Dyer (20) , was thorough and resulted in a comprehensive recovery of lipids. Our choice for this extraction method was based on a previous study, in which five different extraction methods were tested for blood plasma (48) . The Bligh and Dyer method was considered the best in terms of coverage and reproducibility across a variety of lipid classes, i.e., "broad-based" lipidomics. Nevertheless, limitations still exist because not all (100%) of lipids present in a given sample can be analyzed. Further limitations lie in the statistical approach we used to analyze the lipidomics dataset. An empirical Bayesian approach is an alternative that would increase power and reduce false positives.
Like transcriptomics and proteomics, lipidomics gives the opportunity to investigate biological changes at a systems level to allow the identification and measurement of distinct metabolites that change with different disease states. Limitations and questions still remain as to why there are so many species of lipids in blood and what are their functions. This conundrum is somewhat similar to the enormous stretches of non-coding DNA in the genome that was once called "junk DNA, " these are now known to play important roles in gene regulation and epigenetics.
We have demonstrated that significant lipid changes occur in the blood as a consequence of bvFTD. We have identified a number of individual lipid species from each lipid class that could potentially be used for developing biomarkers for bvFTD. Future work would involve developing a combination of lipid species that could serve as a reproducible objective lipid signature to differentiate bvFTD from AD and controls, in particular at preclinical and various stages of disease progression. Our lipidomics analysis has not only identified lipids that change in bvFTD, it has also provided data that could be utilized to identify biosynthetic enzymes and metabolic pathways that are altered in bvFTD. In conclusion, our study has provided new insights into an unrecognized perturbed pathology in bvFTD, providing evidence in support of considerable lipid dysregulation in bvFTD.
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